. Bioinformatics analysis pipeline that was used for identification of editing sites. We used both (exome) DNA-and RNA-sequencing data. Both datasets were subject to a threshold of a minimum of 20X coverage. Additionally, RNA-seq data was subject to an additional threshold of a 20% alternate allele frequency, and previously identified SNPs were filtered to identify the number and distribution of RNA editing types in the three normal human lung samples.
Table S1
Number of RNA editing sites overlapping in genes of all three normal human lung samples (attached as an excel file).
Table S2
Pathway map enrichment of target genes with editing in 3' UTR. The total number of genes enriched by pathway, p-value and FDR is indicated.
Table S3
Gene Ontology (GO) analysis of target genes with editing in the 3' UTR.
The total number of genes that mapped to the processes, p-value and FDR are shown. Table S4 miRNA binding sites that are A-to-G edited in target genes (attached as an excel file).
